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Please replace Table 5 with the following replacement Table: 

Table 5. Multiple amino acid sequence alignment of a Aviin catalytic domain and 
polypeptides with Glycoside Hydrolase Family 74 catalytic domains* 

Multialignmcnt of related Glycoside Hydrolase Family 74 catalytic domain 

GH74_Ace: Acidothermus cellutolyticus AviOJ catalytic domain GH74 SEO ID NO: 3 

AviCn^Aac: Aspergillus aculcatus Avicclase III (cndoglucanase). GencBank Acc. # BAA2903 1 SEO ID NO: 7 

GH74_Ace ATTQPYTWSNVAIGGGG-FVDGIVFNEGAPGILYVRTDIGGMYRWDAANGRWIPLLDWVG 
Avilll^Aac AASQAYTWKNWTGGGGGFTPGIVFNPSAKGVAYARTDXGGAyRLNSOD-TWTPUlDVWG 

GH74 Ace WNNWGYNGWSIAADPINTNKVWAAVGMYTNSWDPNDGAILRSSDQGATWQITPLPFKLG 
AvilTl^Aac NDTWHDWGIDALATDPVDTDRVyVAVGMYTNEWDPNVGSILRSTOQGDTWTETKLPFKVG 

GH7 4 Ace GNMPGRGMGERLAVDPNNDNILYFGAPSGKGLWRSTDSGATWSQMTNFPDVGTYIANPTD 
AviIII_Aac GNMPGRGMGERLAVDPNKNSILYFGARSGHGLWKSTDYGATWSKVTSFTWTGTYFQDSSS 

GH7q Ace TTGYQSDlQG\ArWVAFDKSSSSLGQASKTIFVGVADPNNPVFWSRDGGATWQAVPGAP-T 

AvilTl^Aac T— YTSDPVGIAWVTFDSTSGSSGSATPRIFVGVADA6KSVFKSEDAGATWAWVSGEPQY 

* * ** *• ***** •* * * *« • ** * * ]^«** * * * 

GH74 Ace GriPHKGVFDPVNHVLYIATSNTGGPYDGSSGDVWKFSVTSGTWTRISPVPSTDTANDYF 
AvilTl^Aac GFLPHKGVLSPEEKTl-yiSYANGAGPYDGTKGTVHKYNITSGVMTDISP"-TSl*ASTYY 

*^ t. ••»*#. ^» .* * * *^ *^ 

CH74 Ace GYSGLTIORQHPNTIMVATQISWWPDTIIFRSTOGGATWTRIWDWTSYPNRSLRYVLDIS 
AvilTl^Aac GYGGLSVDLQVPGTLMVAAJLNCWWPDEIiirRSTDSGATWSPIWEWNGYPSINYYYSYDlS 

GH74_Ace AEPWLTFGVQPNPPVPSPKLGWMDEAMAIDPFNSDRMLYGTGATLYATNDLTKWDSGGQI 
Avi I I l_Aac NAPWIQDTTSTDQFP— VRVGWMVEALAI DPFDSNHWLYGTGLTVYGGHDLTNWDSKHN V 

GH74_Ace HIAPMVKGLEETAVNDLISPPSGAPLISALGDLGGFTHADVTAVPSTIFTSPVFTTGTSV 
AviIII_Aac TVKSLAVGIEEMAVLGLITPPGGPALLSAVGDDGGFYHSDLDAAPNQAYHTPTYGTTNGI 

GH74 Ace DYAELNPSIIVRAGSFDPSSQPNDRHVAFSTDGGKNWFQGSEPGGVTTGGTVAASADGSR 

Avilll^Aac DYAGNKPSNIVRSGASDDYP TLALSSNFGSTWYADYAASTSTGTGAVALSADGDT 

*** * ^ ^ * * : * * ****, 

6H74_Ace FVWAPGDPGQPWYAVGFGNSWAASOGVPANAQIRSDRVNPKTFYALSNGTFYRSTDGGV 
AviIII_Aac VLL^SSSTSGALVSKSQG— TLTAVSSLPSGAVIASDKSDNTVFYGGSAGAIYVSKNTAT 

..,* * :• . ** *«-..**. 

GH74_Ace TFOPVAAGLPSSGAVGVMFHAVPGKEGDLWLAASSGLYHSTNGGSSWSAI-TGVSSAVNV 
Avilll^Aac SFTKTVS-LGSSTTVNAIR-AHPSIAGDVWASTDKGLWHSTOYGSTFTQIGSGVTAGWSF 

GH74_Ace GFGKSAPGSSYPAVFWGTIGGVTGAYRSDOCGTTWVLINDDQHQYGN-WGQAITGDHAN 
AviIII_Aac GFGKASSTGSYWIYGFFTIDGAAGLFKSEDAGTNWQVISDASHGFGSGSANWNGDLQT 

GH74 Ace LRRVYIGTNGRGIVYGDIGGAPSG 
Avilll Aac YGRVFRGHERPGHLLRQSQREPAG 
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